Genome RNAS of virulent and attenuated strains of bluetongue virus serotypes 10, 11, 13 and 17.
An improved system was developed for the electrophoretic resolution of bluetongue virus (BTV) genome segments. This procedure was used to compare the genome segments of wild type (W) and vaccine (V) strains of BTV serotypes 10, 11, 13 and 17. Numerous alterations in the migration of individual genome segments could be detected between W and V strains of each serotype, suggesting that many mutations had occurred during attenuation of the V strains. In addition, electrophoretic polymorphisms not previously detected, were found between W strains of the 4 serotypes.